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Fig. S1. Roc curves -all active enhancers versus non-enhancers
Figure S1: (a) Precision-Recall curves of the three analyses (Random Forest, naïve Bayes, logistic regression) for all elements, class I elements or class II elements. Elements that do not exhibit enhancer activity at stage 5, yet were found to act as enhancers at later stages, are excluded from the analyses. Random Forest PR curve for the data set (dashed blue) shows mediocre performance, with area under the curve (AUC) of 0.72. Predicting class I enhancers, the predictive power rises sharply, AUC = 0.95, while prediction of class II enhancers is close to random guess, with AUC = 0.22. PR curves for logistic regressions almost overlap those of RF, with AUC for all, class I and class II of 0.72, 0.94 and 0.24 respectively. Naïve Bayes performance is poorer, with AUC for all, class I and class II of 0.63, 0.8 and 0.2 respectively. also separates class I cleanly. Notably, no feature cleanly separates class II enhancers from nonenhancers. There is no appreciable separation in any of the conservation scores between enhancers and non-enhancers (c, left). DNase accessibility, distance to bidirectional RNA, distance to PolII 2 or distance to transcription start site (d) separation between class I and class II enhancers, reinforcing our observation that the data is highly redundant. 
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All validation experiments shown along with proximal genes exhibiting similar expression patterns. Table S3 . ChIP-seq scores for histone marks for each enhancer with low levels H3K27ac.
Validated training-set enhancers with a H3K27ac peak binding lower than the median of non-enhancer segments throughout stages 4-6 (cell cycle 12-14), as is the sum of binding in cell cycles 8-14. Maximal binding during cell cycle 8, 12,14a,14c and their sum are shown along with the type of enhancer and the source of enhancer validation data.
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